Supplement.
Additional data about the sampling site ( Fig. S1 ) with basic physico-chemical environmental data at the time of sampling presented in Table S1 . The distribution of 3 main prokaryotic groups at the time of marine snow sample collection, obtained by catalyzed reporter deposition fluorescence in situ hybridization (CARD-FISH) is shown in Fig. S2 , the bacterial richness estimated by terminal restriction fragment length polymorphism (T-RFLP) in Table S2 , and the parameters of non-metric multidimensional scaling (nMDS) analysis in Table S3 . The rarefaction curves obtained by 16S rRNA and 16S rDNA clone libraries are given in Fig. S3 . The last paragraph gives the detailed description of DNA/RNA extraction. DNA/RNA detailed extraction method. Filters cut into small pieces were incubated with lysis buffer (10 mM Tris-HCL; pH 8, 25 mM Na 2 EDTA; pH 8, 100 mM NaCl) and lysozyme (1 mg ml -1 ) at 37°C for 30 min. Sodium dodecyl sulphate (final conc. 1% wt/v) and proteinase K (final conc. 100 µg ml -1 ) were added and samples incubated at 55°C for 1 h. Tubes were vortexed horizontally for 10 min after the addition of 1.5-2 g zirconium-silica beads and incubated at 70°C for 30 min. The lysate was treated with 0.5× volume of phenol (pH 7.9), followed by 0.5× volume of phenol:chloroform:isoamyl alcohol (25:24:1) and 0.5× volume of chloroform. Nucleic acids were precipitated with 2× volume of 100% ethanol and 0.02× volume of 5 M NaCl at -20°C for 1-2 h. The pellet was washed with 70% ethanol, airdried and re-suspended in 100 µl of RNase/DNase free ultra pure water (Sigma) at 4°C overnight
